profiles generated by SAGE were consistent with previ-SAGE tags from each of the three library time points ous reports and could temporally distinguish known upstream ecdysone-induced transcriptional regulators from downstream death effector molecules.
Many Genes Not Associated Previously with
Cell Death-Related Genes Our analyses showed that multiple genes involved in family. The function of the L71 genes has not been established, but they are reported to be induced in late third apoptotic cell death are also expressed during autophagic cell death, supporting the notion that these two proinstar larvae [11] . Their abundance at 16 hr APF and decline by 23 hr APF is consistent with a role during the cesses can utilize common pathways or pathway components [3, 6]. In addition to the cell death genes early larval ecdysone pulse. Eip63F-1, a calcium binding EF-hand family member, and Eip71CD (or Eip28), a prodescribed previously in the salivary gland, we identified additional genes associated, in other tissues, with apotein-methionine-S-oxide reductase, both peaked in gene expression at 20 hr APF, similar to the profile we ptotic cell death. Besides dronc, a second caspase, dcp-1, was upregulated transcriptionally in predeath observed for E74 and E75. While Eip63F-1 has been implicated in calcium-dependent salivary gland glue sestage salivary glands. In addition to the CD36-related scavenger receptor crq, we detected upregulation of cretion during earlier stages of salivary gland development [11], a role for Eip63F-1 or Eip71CD in salivary three other CD36-related scavenger receptor genes whose function has not yet been characterized. The glands at the prepupal-pupal stage transition has not been described. Similarly, a role for Hormone-receptorexpression of additional cell death-related genes, death executioner Bcl-2 homolog (debcl or dborg-1), buffy/ like in 78 (Hr78) at this stage has not been characterized.
Transcription Factors
dborg-2, iap-1, dredd, and sickle, was detected in salivary glands and showed low level changes or no Our findings indicate that transcriptional regulators other than the known ecdysone-induced factors may changes in expression levels (Table 1 and Supplementary Material). It is possible that these genes play a role be involved in autophagic cell death regulation. Transcription factors with an expression profile similar to in salivary gland death but are regulated primarily at the protein level. Given the overlap of genes involved in E74 and E75 (i.e., upregulated at 20 hr APF) include bunched (bun), a RNA polymerase II, and EP2237, a autophagic and apoptotic cell, it is reasonable to expect that some of the novel autophagic cell death-associated transcriptional activator implicated previously in sensory organ development [9]. Also upregulated was Drogenes identified in this study may also be associated with apoptotic cell death. sophila maf-S, a gene similar to a v-maf musculoaponeurotic fibrosarcoma oncogene family member in Autophagy-Associated Genes Our results suggest that genes associated with the prohumans [9]. Another upregulated transcription factor, CG3350, has no previous associated function.
cess of autophagy (i.e., bulk cellular degradation) can 
